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FIG. 3 



43.5% identity in 115 residues overlap 

BPC-1 33 IFTSPNYPSKYPPDRECIYIIEAAPRQCIELYFDEKYSIEPSW ECKFDHIEVR 

CUB domain 75 IFTSPNFPDRYPPNIDCVRVIHSRPQHDWVKFHHVFHIESTYDKIDAGEECPNDFIEFR 
****** * *** * * * * ** ** * ** * 

BPC-1 86 DG PFGFS PI IGRFCGQQNPP - VI KSSGRFLWI KFFADGELESMGFSARYNFTPGK 

CUB domain 135 DGRYGFSPLIARFCGDRMPKREIRAVSGFLWIRFRSDSMLEYQGFSAEYAIVPSK 
** **** * **** * * **** * * ** **** * * * 



B 



35.3% identity in 102 residues overlap in CUB domain 1 of BMP-1 

BPC-1 130 G I FT S PNYPS KY P PDRE C I Y 1 1 E AA P RQC I ELYFD E KYS I E P S WECKFDH I E VRDG PFG F 

BMP-1 336 GNFSSPEYPNGYSAHMHCWRISVTPGEKIILNFTSM-DLYRSRLCWYDYVEVRDGFWRK 

* * ** ** * ****** * * * ***** 

Q BPC-1 190 SPIIGRFCGQQNPPVTKSSGRFLWIKFFADGELESMGFSARY 

L f* BMP-1 395 VWVRGRFCGGKLPEPIVSTDSRLWVEFRSSSNWVGKGFFAVY 

***** * * * ** * ** * * 

89 

gl 39.4% identity in 104 residues overlap in CUB domain 2 of BMP-1 

^ BPC-1 128 EGGIFTSPNYPSKYPPDRECIYIIEAAPRQCIELYFDEKYSIEPSWECKFDHIEVRDGPF 

yl BMP-1 447 DNGH I QS PNY PDD YR P S KVC I VJR I Q VS EG FH VG LT F - QS FE I ERHD S C AYD YLE VRDGH S 



* ***** * * ** * * * ** * * ***** 

BPC-1 188 G F S P 1 1 GR FCGQQN P PV I KS SGRFLW I KF F ADG E LE SMG FS AR Y 

BMP-1 506 E S SNL I GR YCG YEN PDD I KS TS S RLWLKF VSDG S I NKAG FAVN F 

* **★ ** ** *** ** ** ** ** 

36.3% identity in 102 residues overlap in CUB domain 3 of BMP-1 

BPC-1 130 GIFTSPNYPSKYPPDRECIYIIEAAPRQCIELYFDEKYSIEPSWECKFDHIEVRDGPFGF 

BMP-1 605 GSITSPGWPKEYPPNKNCIWQLVAPTQYRISLQFDF-FETEGNDVCKYDFVEVRSGLTAD 

* *** * *** ** * * * ** * ** * *** * 

BPC-1 190 SPIIGRFCGQQNPPVIKSSGRFLWIKFFADGELESMGFSARY 

BMP-1 664 SKLHGKFCGSEKPEVITSQYNNMRVEFKSDNTVSKKGFKAHF 

* * *** * ** * * * ★* * 

37.9% identity in 103 residues overlap in CUB domain 4 of BMP-1 

BPC-1 130 GIFTSPNYPSKYPPDRECIYIIEAAPRQCIELYFDEKYSIEPSWECKFDHIEVRDGPFGF 

BMP- 1 761 GTITSPNWPDKYPS KKECTWAI SSTPGHRVKLTFVEM - DI ESQPECAYDHLEVFDGRDAK 

* **** * *** ** * * * * * ** ** ** ** ** 

BPC-1 190 SPIIGRFCGQQNPPVIKSSGRFLWIKFFADGELESMGFSARYN 

BMP-1 820 APVLGRFCGSKKPEPVLATGNRMFLRFYSDNSVQRKGFQASHS 

* ***** * * * * ** * 

32.3% identity in 96 residues overlap in CUB domain 5 of BMP-1 

BPC-1 139 SKYPPDRECIYIIEAAPRQCIELYFDEKYSIEPSWECKFDHIEVRDGPFGFSPIIGRFCG 

BMP- 1 887 NNY PGG VDCEWV I VAE EG YG VE L VF - QT FE VE E ETD CG YD Y I ELFDG YDS TAPRLGR YCG 

** * * * ** * * * * ** ** * ** ** 



BPC-1 199 QQNPPVIKSSGRFLWIKFFADGELESMGFSARYNFT 

BMP-1 946 SGPPEEVYSAGDSVLVKFHSDDTISKKGFHLRYTST 

* ** *** ***** 
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Panels: 
A 

1 . Brain 

2. Prostate 

3. LAPC-4 AD 

4. LAPC-4 Al 

5. LAPC-9 AD 

6. HeLa 

7. Murine cDNA 

8. Neg. control 



B 

1. Brain 

2. Heart 

3. Kidney 

4. Liver 

5. Lung 

6. Pancreas 

7. Placenta 

8. Skeletal Muscle 
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1 . Colon 

2. Ovary 

3. Leukocytes 

4. Prostate 

5. Small Intestine 

6. Spleen 

7. Testis 

8. Thymus 
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FIG. 7 



1 2 3 4 5 6 7 8 

kb llS^SS^i^^^felS&i • Lanes: 




| 9.0-^^^!S^^^g^a 1 . Cerebellum 



7-5- " '1§ . .Sim 2. Cerebral Cortex 

■ 3. Medulla 

4 - 4 'IS^|^!^::3ip;5^^^^^^^ 4. Spinal Cord 

J3 w^^ff^ffii^- ; ;i; -: : ^lllHl^8^H 5 - Occipital Lobe 

^ 2.4- ■ : r 'SfP3P^Si 6. Frontal Lobe 

b ■•'^8I2§S^ 7. Temporal Lobe 

14- .vV^':?S?S^S 8. Putamen 
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Panel: 



1. Brain 

2. Heart 

3. Kidney 

4. Liver 

5. Lung 

6. Skeletal Muscle 

7. Spleen 

8. Thymus 
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FIG. 11 



anti-BPC-1 



unprocessed BPC-1 
processed BPC-1 



Lanes: 

1. HighFive cell extract- uninfected 

2. HighFive cell extract- infected with BPC-1 virus 

3. HighFive cell extract - infected with BPC-1 virus 

4. HighFive cell media - infected with BPC-1 virus 

5. HighFive cell media - infected with BPC-1 virus 
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FIG. 14 




Anti-HIS 
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